Trichosporon asahii is one of the important opportunistic pathogenic fungi. Here, we first report the draft nuclear chromosome genome sequence and mitochondrial genome sequence of T. asahii CBS 2479, which is a standard strain of T. asahii that was isolated from a progressive psoriatic lesion. COG analysis predicted that 3,131 genes were assigned to 23 functional categories and that 628 genes were predicted to have a general function.
T
richosporon asahii is an important opportunistic pathogenic fungus which exists widely in natural conditions (4, 12) and can cause many diseases, such as superficial skin infections (7, 12) , summer hypersensitivity pneumonia (10, 13) , and disseminated infections of internal organs (3, 6, 8, 14) , in humans.
CBS 2479 is the standard strain of T. asahii which was first isolated from a lesion in a patient with progressive psoriasis (1) and identified by Guého in 1997. An in vitro susceptibility test demonstrated that CBS 2479 is relatively sensitive to triazoles, such as fluconazole, itraconazole, and voriconazole. With the exception of triazoles, this strain shows a high resistance to other antifungal agents, including amphotericin B, flucytosine, and caspofungin (5, 11) .
Whole-genome sequencing of T. asahii CBS 2479 was performed with a combined strategy of 454 sequencing (9) and Solexa sequencing technology (2) . A genomic library containing 8-kb inserts was constructed, and 805,100 paired-end reads were generated using the GS FLX system, giving 12.4-fold coverage of the genome. Overall, 95.79% of the reads were assembled into 78 scaffolds totaling 4.5 Mb using Newbler version 2.3 (454 Life Sciences, Branford, CT). A total of 34,376,136 reads were generated to reach a depth of 140-fold coverage with Illumina Solexa Genome Analyzer IIx and mapped to the scaffolds using the Burrows-Wheeler alignment (BWA) tool.
The genome of the T. asahii strain CBS 2479 contains 24,271,268 bp in nuclear chromosomes and 32,568 bp in mitochondrial DNA. The average GC content is 56% in chromosomes and 28.9% in mitochondria. Overall, the chromosomes contain 8,300 protein-encoding genes and 509 tRNA-encoding genes. The mitochondria have 11 protein-encoding genes and 14 tRNA-encoding genes.
COG analysis of the T. asahii CBS 2479 strain predicted that 3,131 protein-encoding genes were assigned to the following 23 functional categories: cell motility (n ϭ 5), extracellular structures (n ϭ 6), nuclear structure (n ϭ 26), defense mechanisms (n ϭ 28), cell wall/membrane/envelope biogenesis (n ϭ 45), nucleotide transport and metabolism (n ϭ 65), coenzyme transport and metabolism (n ϭ 67), chromatin structure and dynamics (n ϭ 86), cytoskeleton (n ϭ 87), inorganic ion transport and metabolism (n ϭ 117), secondary metabolite biosynthesis, transport, and catabolism (n ϭ 122), cell cycle control, cell division, and chromosome partitioning (n ϭ 147), replication, recombination, and repair (n ϭ 167), RNA processing and modification (n ϭ 192), amino acid transport and metabolism (n ϭ 228), energy production and conversion (n ϭ 231), carbohydrate transport and metabolism (n ϭ 238), lipid transport and metabolism (n ϭ 237), intracellular trafficking, secretion, and vesicular transport (n ϭ 249), transcription (n ϭ 254), translation, ribosomal structure, and biogenesis (n ϭ 273), signal transduction mechanisms (n ϭ 277), and posttranslational modification, protein turnover, and chaperones (n ϭ 373). A total of 722 genes were predicted only to have a general function, and the functions of 713 genes were unknown.
Nucleotide sequence accession number. This whole-genome shotgun project has been deposited in DDBJ/EMBL/GenBank under accession no. ALBS00000000. The version described in this paper is the first version (ALBS01000000).
